Background: Peptide:MHC cellular microarrays have been proposed to simultaneously characterize multiple Ag-specific populations of T cells. The practice of studying immune responses to complicated pathogens with this tool demands extensive knowledge of T cell epitopes and the availability of peptide:MHC complexes for array fabrication as well as a specialized data analysis approach for result interpretation.
Introduction
As important initiators of adaptive immunity, CD4 T cells express highly specific T-cell receptors that recognize epitopes derived from protein antigens in the context of Class II MHC complexes. In the last decade, epitopes associated with a variety of infectious diseases, allergies, tumors and autoimmune diseases have been extensively explored. The advent of the Class II MHC tetramer and its related applications such as tetramer-guided epitope mapping have substantially increased the efficiency and accuracy of the epitope discovery process [1, 2] . As adequate epitope information has been generated, one of the next challenges is to integrate this knowledge to examine overall cellular immune responses in relevant disease settings. Undoubtedly, tetramer technology continues to provide a promising approach for ex vivo and in vitro Ag-specific T cell analysis. However, technical issues such as the number of fluorochoromes that are distinguishable by current flow cytometry technology limit the simultaneous analysis of multiple antigen specificities. Although the latest peptide:MHC multi-color tetramer staining protocol managed to examine up to 15 Ag-specific T cell populations [3] , most often, the detection is restricted to one or two epitopes at a time.
Cellular microarrays provide an alternative solution [4, 5, 6, 7, 8] . This approach uses a high-precision robot arrayer to spot peptide:MHC complex onto a glass slide with high density. Much like artificial antigen presenting cells, the immobilized peptide:MHC activates Ag-specific T cells and triggers cytokine secretion. By co-immobilizing cytokine capture antibody with the peptide:MHC complex on the glass surface, the cytokines secreted by the activated T cells are retained in situ and probed with fluorescence-conjugated cytokine detection antibody for quantification. Unlike tetramer staining, which provides superb single-cell-level characteristics, the aim of peptide:MHC cellular microarrays is to achieve a high-throughput detection solution.
The collection of various peptide:MHC complexes defines the number of Ag-specificities for evaluation. The cytokine capture antibodies, in turn, define the functional parameters that are measured. By using predetermined spatial coordinates (rather than a panel of fluorescent tags in the flow cytometry setting), a multitude of different functional T cell responses can be distinguished and/or compared in a single assay.
Despite their potential, cellular microarrays are still in their infancy. Previous studies primarily focused on method development using in vitro established Ag-specific T cell lines or primary T cells obtained from TCR transgenic mice [4, 7, 8] . Only a single report addressed the changes of tumor antigen-specific CD8 T cell responses due to vaccination [5] . In this study, combining pioneering work with our CD4 T cell epitope identification knowledge, we designed a protocol for functional peptide:MHC microarray production and a data analysis system suitable to evaluate the cytokine responses of primary human CD4 T cells. In the first application, we examined the IFNgamma response of human CD4 T cells against 36 Influenza A derived epitopes. The compiled results provided us with a hierarchy of influenza A epitope specific T cell responses in the general population. This type of knowledge may provide insights for vaccine development in the future. In addition, the subject-by-subject results revealed similarities and differences in anti-viral responses in different individuals. This type of knowledge may be useful for risk prediction or diagnosis in infectious disease related translational research. In the second application we investigated autoimmune Type 1 Diabetes related self-antigen specific CD4 T cell responses. We compared IFNgamma and IL10 responses from T cells from both diabetic and non-diabetic individuals -a typical crosssectional study for comparative purposes. Among 10 epitopes derived from a panel of putative pancreatic beta-cell self-antigens, there was no single epitope that distinguished diabetic from nondiabetic subjects. In addition, the accumulated IFNgamma or IL10 response was not significantly different between individuals from the two groups.
Results

Characterization of the peptide:MHC cellular microarray
We used a contact-printing robot to fabricate our cellular microarray. The pin repeatedly delivered ,12.5 nl/spots of sample solution onto the glass surface of a chamber slide in a pre-arranged format ( Figure 1A far-left panel), yielding a series of spots with the size ,0.5 mm60.5 mm ( Figure 1A far-right panel) . For a typical 1-chamber slide, the size ratio of printable surface (18647 mm) to a single spot was approximately 3,400:1. The distance between the centers of two adjacent spots was 0.8 mm ( Figure 1A middle panel) . The size and amount of proteins immobilized on the surface was highly uniform, with 0.50% coefficient of variation ( Figure 1B) . The spot size and the cell density determined the number of cells possibly settling on each spot. Since only the cells ''settling down'' on the top of a spot had an opportunity to be activated, the number of cells ''settling'' on top of the spots was theoretically relevant to assay sensitivity. In practice, when we loaded 6610 6 cells on a 1-chamber slide, the average number of cells attaching to each individual spot was 8976106 (loose attached) ( Figure 1C , left and middle panel; Figure 1D ). Around 519668 cells were firmly attached, even after two rounds of washing with 1xPBS (tightly attached) ( Figure 1C , right panel and Figure 1D ). Given the fact that at least one single Ag-specific T cell is required to produce cytokine upon activation, based on the cell number/spot as we counted, the best estimate of the detection limit for Ag-specific T cells is as low as 0.1-0.2% among all the cells loaded on the slide. Taken together, by using this setting, we can easily print an array of 20 rows650 columns in a 1-chamber slide. With 10 replicates for each peptide:MHC/ cytokine feature, this format allows us to evaluate up to 100 features, simultaneously. The lowest number of Ag-specific T cells (among those total 6610 6 T cells loaded onto the chamber slide) required for generating detectable signal range from 6,000 to 12,000. Increasing the total number of cells input improved the number of cells ''landing'' on those spots, but it negatively influenced signal/noise ratio of fluorescence measurements.
Scoring system to normalize Ag-specific cytokine responses from different experiments
To assess clinical samples using the cellular microarray, particularly for comparative purposes, a standardized data analysis system is required to transform original fluorescence measurements into normalized results suitable for inter-/intra-assay comparison. We designed a 6-step protocol of mathematic/ statistical calculations ( Figure 2A ): 1) the absolute fluorescence intensity (AFI) of each spotted area was measured as raw data; 2) a logarithmic transformation of the raw data was taken; 3) replicates were grouped and compared with the negative control (replicate spots of empty Class II MHC); 4) the variances of experimental replicates and control replicates were compared using an F-test; 5) based on F-test results, one of two types of 2-tailed non-paired ttests was chosen to compare the means of the experimental group and the control group -a regular t-test for equal variances or a ttest with Welch's correction for unequal variances; 6) another logarithmic transformation was performed to convert the p-value of the t-test into a more readable score. This analysis system ranks Ag-specific T cell responses by evaluating the statistical difference between the experimental group and a ubiquitous negative reference. In this specialized detection system where no standard curve was available to normalize the activation level of a T cell response and the variation of fluorescence signal was high, the advantage of this data analysis approach was that both the AFI values and the variances (from either a sample or the negative control) contributed to the underlying p-values (or 2log[p] scores). Since all 2log[p] scores were calculated against a common internal negative control, these scores were independent of the particular assay and could be directly compared. To further validate the biological implication of this scoring method, we compared the cellular microarray results of serially diluted CD4 T cell lines with IFNgamma production in a parallel control experiment, in which the same numbers of T cells were seeded into a 96-well plate coated with peptide:MHC and anti-CD28/ CD11a for the same period of stimulation ( Figure 3 ). We found that those AFIs had less indicative value to reveal the number of Ag-specific T cells for the assays from different chamber. However, the 2log[p] scores were not only correlated with the input of Ag-specific T cells ( Figure 3F ), but also correlated with IFNgamma production (from the control experiment) measured by conventional ELISA (Figure 3G-I ). To facilitate batch data processing, a coding program based on this 6-step procedure was created with MS-Excel so that the 2log[p] score for various peptide:MHC features could be calculated and reported equivalently ( Figure 2B ).
Using peptide:MHC/IFNgamma microarrays to study Influenza A specific T cell responses
Our first application of the peptide:MHC cellular microarray was to study Influenza A specific CD4 T cell responses in randomly selected HLA-DR0401 (DRA1*0401/DRB1*0401) subjects. Purified CD4 T cells were stimulated with the trivalent vaccine in vitro in the presence of autologus antigen presenting cells to boost Ag-specific T cell frequencies prior to cellular microarray assays. A total of 36 DR0401-restricted epitopes derived from hemagglutinin (HA), neuraminidase (NA), nuclear protein (NP), polymerase B1 (PB1) and M1 matrix protein (MP) were assessed on a single microarray simultaneously. The overall responses for all 12 subjects indicated that MP, PB1 and H3HA specific responses were relatively dominant over other antigens ( Figure 4A and Table 1 ). Figure 4B summarized the T cell responses from each subject, revealing highly heterogeneous response profiles among this study population. Donors 1, 2, 6, 7, 9 and 11 showed weak responses to this influenza A panel with only a few detectable responses. Donor 3 had strong MP specific responses, moderate H3HA and H1HA responses. Donor 4 had strong MP and H3HA specific responses and moderate responses to H1HA and N2NA. Donor 5 had strong H3HA, N2NA, NP, PB1 and MP specific responses. Donor 8 had moderate responses to N2NA, NP and PB1. Donor 10 had moderate responses to H1HA, N1NA, H3HA and PB1. Donor 12 had moderate responses to H1HA, N1NA, H3HA, N2NA and PB1.
Using peptide:MHC cellular microarrays to monitor T cell responses to beta-cell autoantigens
A second, more challenging application was to compare selfantigen specific T cell responses in individuals expressing autoimmune Type 1 Diabetes susceptible Class II HLA-DR0401 haplotypes. We selected 10 epitopes derived from putative betacell self-antigens [9, 10, 11, 12, 13, 14, 15] . Purified CD4 T cells were stimulated with the candidate peptides in the presence of autologus antigen presenting cells to boost Ag-specific T cell frequencies prior the assays. The IFNgamma and the IL10 responses from T cells specific for the 10 candidate epitopes were investigated at the same time (Table 2 ). Like other cross-sectional studies, average 2log[p] scores of T cell responses for T1D patients (n = 11) and non-diabetic individuals (n = 12) were compared (Table 3) . Only the GAD65p70-specific IL10 response was significantly different between the two populations (p = 0.0315, Mann-Whitney test). The non-diabetic group was associated with higher GAD65p70 specific IL10 responses (0.448360.1609) than the T1D group (0.0490960.04157). However, this difference of GAD65p70-specific IL10 responses between the two groups could be caused by chance alone since the p-value was higher than 0.05 after false discovery rate adjustment. The non-diabetic group was also associated with a trend of increased GAD65p15-specific IL10 responses (0.581760.1671) in comparison to the diabetic group (0.197360.1107). However, that difference was not statistically significant (p = 0.0777, Mann-Whitney test). We also examined the differences of T cell responses in a discontinuous trait fashion using a 95% confidence limit (p,0.05) to distinguish ambiguous results from those less ambiguous results. A positive response was defined as 2log[p]$1.30 (p#0.05, 95% confidence limit), whereas a negative response was defined as 2log[p],1.30. A majority of subjects did not elicit any detectable IFNgamma or IL10 responses ( Figure 5A-B) . No donor responded to more than 4 epitopes. The counts of detectable epitope specific responses for each individual were almost evenly distributed between the diabetic and nondiabetic groups. For each individual epitope, no significant difference (Mann-Whitney Test) was detected between these two groups (Table 4) , although there were trends showing that (i) GAD65p70-specific IFNgamma responses were slightly increased in T1D group; (ii) GAD65p15 and GAD65p35-specific IL10 responses were slightly increased in the non-diabetic group. Among all 10 epitopes we studied, GAD65p15 (6/23), PPIp57 (4/23), GAD65p70 (4/23) were associated with the most prevalent IFNgamma response while DMKp2 (5/22), GAD65p35 (4/23) and PPIp57 (3/23) were associated with the most prevalent IL10 responses (by examining the counts in Table 4 ).
Discussion
In this study, we developed a cellular microarray using Class II MHC protein loaded with antigenic peptides. This method combines the highly Ag-specific features of tetramer technology with the advantages of high-throughput measurement offered by microarray platform. By investigating more epitopes and shifting the targets from well-established Ag-specific T cell lines to highly heterogeneous clinical samples, our aim was to adapt, simplify and standardize this peptide:MHC cellular microarray system for translational studies.
For assay development, our first emphasis was to use relatively large size spots to maximize the detection sensitivity even though this practice inevitably diminished the spotting density. The dimension of the spotting pins as well as composition and concentration of spotting reagents were major factors determining the spot size. In our system, the concentrations of peptide:MHC complex and cytokine capture antibody saturated the absorption capacity of the glass surface. By doing so, the condition provided maximal stimuli and cytokine capturing ability. The theoretical detection limit (0.1,0.2%) that we estimated is consistent with previous discussion by Brown and colleagues [4, 16] . In practice, however, if the cytokine production by the T cells with a certain Ag-specificity is lower than others, a higher number of responding T cells is required. The purpose of the cellular microarray is to determine (or semi-quantify) the presence of Ag-specific T cells rather than providing an exact frequency. Based on its theoretical detection limit, the sensitivity of this assay system is lower than ELISPOT assays and may not be sufficient to detect low frequency or low avidity T cell responses. However, the system should be adequate to detect high frequency or high avidity responses. Second, to answer the call for transparency in data documentation [17,18], we developed a scoring system based on our understanding of what the system was designed to reveal and what the cellular microarray system was measuring. This data analysis system provided a statistical indication of differences between the group of spots for target epitopes and a baseline. Conceptually, a strong response would associate with high AFI for all spot replicates and low variance between replicates, while a weak response would generate the opposite outcome. This feature would be well reflected by our scoring system -either increasing the overall AFI or decreasing the variance within the same group favored a 2log[p] score (or a low p-value).
We then applied the cellular microarray system to detect immune responses against foreign antigens and self-antigens. Very different results were revealed in these two different types of immunological settings. For foreign antigens, which normally trigger robust adaptive responses, the cellular microarray system performed quite well. Average scores for 17 out of 36 epitopes (47%) were above the 95% confidence limit (p = 0.05 or 2log[p] = 1.30). Among these 17 epitopes, MP, PB1 and H3HA specific responses were more prevalent than others. These more robust Ag-specific responses are likely due to either repeated vaccination or natural infection. It is noteworthy that prior to the outbreak of swine-origin H1N1 influenza A virus (S-OIV) pandemic, H3N2 has been the most dominant circulating subtype in North America for decades. Prevalent responses to H3HA not only imply strong antigenicity of this viral surface antigen, but also broad memory T cell response in the general population. In addition, MP and PB1 are internal antigens and the most conserved components among different strains and even subtypes. Many types of influenza A strains (H1N1, H3N2, H5N1) can boost memory responses specific to these epitopes. The relatively weak H1HA specific responses might indicate a call for new vaccines for emerging H1N1 threats, such as the Swine-origin H1N1 outbreak in 2009 [19, 20] .
In the autoimmune disease setting, the performance of the cellular microarray system was less impressive. Overall, the measured microarray responses were weak. Among the list of 10 putative autoantigenic epitopes, only GAD65p70 elicited stronger IL10 responses in the non-diabetic group than in the diabetic group. Although that observation is consistent with a previous notion that self-reactive CD4 T cells in non-diabetic subjects might confer protection by producing regulatory cytokines such as IL10 while those cells in diabetic groups could not [9] , the average scores (2log[p] = 0.448360.1609 for non-T1D group vs. 0.0490960.04157 for T1D group) for both populations were lower than our 95% confidence limit. Despite being statistically significant by the Mann-Whitney test, the p-value was higher than 0.05 after false discovery rate adjustment. This indicated that the difference of GAD65p70-specific IL10 responses between two study groups could be due to chance alone. For the autoimmune diabetes study, interpreting the data in a discontinuous trait fashion (using 95% confidence limit as a cutoff) seemed to be more appropriate since the majority of responses were weak or null.
Based on this consideration, we concluded that there were no detectable differences between any of these 10 epitope specific CD4 T cells in peripheral blood of diabetic and non-diabetic individuals as measured by the cellular microarray. This indicated that assessing T cell responses against these epitopes using the cellular microarray did not provide a prediction of autoimmune status or progression. Clearly, the low detection sensitivity of this assay certainly contributed to the difficulty in detecting differences in the T cell responses of diabetic and non-diabetic subjects. It is also possible that the frequencies of self-reactive T cells might peak near the time that disease is diagnosed and decrease afterwards so that autoreactive T cells in long-term T1D patients (like those recruited for this study) could decrease to levels that are only subtly different from non-T1D subjects and difficult to distinguish regardless of the assay used. In addition, the distribution of autoreactive T cells in peripheral blood and other secondary lymph organs such as pancreatic lymph nodes may not be equivalent. Based on our results, conclude that further refinements are needed to apply the cellular microarray to measure selfreactive T cell responses in peripheral blood. While progress has been made, there are still challenges for cellular microarrays. First, the procedure for fabricating high quality arrays is still technically difficult without sophisticated equipment and high quality printing substrates. Second, unlike DNA arrays, in which no secondary and/or tertiary structure is required for a nuclear acid probe (immobilized on a solid surface) to maintain its function and specificity, most proteins spotted on the solid surface do no maintain their function over time. In fact, the performance of cytokine capture antibodies from different vendors varied dramatically even under the same fabrication condition. Optimizing the stability of functional proteins is essential to batch produce cellular microarrays that can provide consistent results. A recent study using complementary DNA tags as adaptors to immobilize peptide:MHC on the slides is innovative [16] . Because the protein components are anchored on a slide through various DNA adapters, changes of functional conformation due to direct physical adsorption are avoided. In addition, since proteins are cross-linked to the immobilized cDNA just prior to the assay, they are not required for the spotting procedure. Therefore, this approach decreases the overall duration that protein is exposed on the solid surface.
In summary, we herein describe fabrication and data interpretation procedures for multiplex cellular microarray analysis of Agspecific T cels. Both the improvements over prior systems and current technical limitations were discussed. The knowledge and experience accumulated through two different applications provided a guide for further refinement of the technology and extending to other disease related translational studies. . In addition to HA and NA, the presence of internal antigens NP, M1MP and PB1 was adequately demonstrated in one of our previous studies [21] . After extensive dialysis to remove nonionic surfactant and preservative, the vaccine was diluted into 1xPBS with protein concentration adjusted to 500 ug/ml. Peptides were purchased from Sigma (St. Louis, MO) or Mimotope (Clayton Victoria, Australia). Functional grade anti-CD28 and anti-CD11a was purchased from eBioscience (San Diego, CA) and Leinco (St. Louis, MO), respectively. For microarray preparation, anti-IFNgamma capture and biotin-labeled detection antibodies were obtained from Pierce (Rockford, IL). Anti-IL10 capture and biotin-labeled detection antibodies were purchased from BD Bioscience (San Diego, CA). IFNgamma ELISA antibody pairs were purchased from eBioscience. Cy3-and Cy5-conjugated donkey anti-mouse IgG, anti-Rat IgG antibodies were purchase from Jackson ImmunoResearch Laboratories (West Grove, PA). AlexFluor555-and AlexFluor647-conjugated streptavidin were obtained from Invitrogen (Carlsbad, CA). + subjects were volunteers of Caucasian descent and were recruited with written consent for these studies.
Subjects
Expression, purification of recombinant HLA-DR0401 and Tetramer preparation
Recombinant HLA-DR0401 was expressed by stable transfected S2 cells and purified by affinity chromatography as previously described [1] . To prepare these reagents for arrays, nonbiotinylated DR0401 was loaded with candidate peptide in pH6.0 phosphate buffer in the presence of 2.5 mg/ml of nOctyl-D-glucopyranoside (Sigma) and protease inhibitors at 37uC for 72 hours. Peptide:DR4 was thoroughly exchanged into pH7.0 1xPBS using Microcon YM-10 (Millipore, Billerica, MA). Unbound peptide and n-Octyl-D-glucopyranoside were also removed during the dialysis. For tetramer, the purified DR0401 was biotinylated according to manufacturer's instruction (Avidity, Aurora, CO). Peptide was loaded as described above and conjugated with PE-streptavidin (Invitrogen).
Preparation of peptide:MHC Class II cellular arrays
The spotting cocktails contained 100 ug/ml peptide:DR0401, 200 ug/ml cytokine capture antibody, 50 ug/ml anti-CD28 and 50 ug/ml anti-CD11a in pH7.0 1xPBS. The reagents were loaded into a 384-well polypropylene plate and dispensed onto CCL2 chamber slides (FisherScientific, Pittsburgh, PA) with RoboArrayer (BioRad, Hercules, CA) in contact spotting fashion using one single 946MP15XB stealth pin (ArrayIt, Sunnyvale, CA) under 24uC, 60% humidity chamber. The pin dispensed 8-10 replicates for every load of reagent. The pin was rinsed with sonication and dried extensively between sample switching. Slides were stored in a desiccator at 4uC until use.
Peptide:MHC cellular microarray assaying
Slides were blocked by 2% normal donkey serum (Jackson ImmunoResearch) for 20 minutes at 4uC and rinsed gently by cold 1xPBS. Cultured CD4 T cells (3610 6 cells/chamber for 2-chamber slides or 6610 6 cells/chamber for 1-chamber slides) were loaded onto peptide:MHC microarray and incubated at a wellleveled 37uC 5% CO 2 incubator for 6 hours. After incubation, the slides were sequentially washed by 2 cycles of 1xPBS, 2 cycles of H 2 O (5 minutes/cycle to ensure the disruption of the cell) and 2 cycles of washing buffer (1 minute/cycle) containing 1xPBS, 0.02% Tween-20. Slides were then incubated with 1:250 diluted biotin-labeled detection antibodies at room temperature for 1 hour. Following two cycles of washing, the slides were probed with 1:1000 diluted AlexFluor555-streptavidin and Cy5-antimouse-IgG (or anti-Rat-IgG) for 1 hour at room temperature in the dark then rinsed with washing buffer twice and H 2 O once. Filtered, compressed air was used to remove any liquid remaining on the slides prior to image acquisition.
Data acquisition, processing and interpretation
Slides were scanned using a Typhoon 9410 Variable Mode Imager (GE Healthcare) under fluorescence acquisition mode. For Cy3-or AlexFluor555 probes, a 532 nm excitation laser source and 580BP30 emission filter were chosen while PMT voltage was set at 750. For Cy5-or AlexFluor647 probes, a 633 nm excitation laser source and 670BP30 emission filter were chosen while the PMT voltage was set at 600. For scan resolution, pixel size was set as 50 mm. The image was initially analyzed using ImageQuant TL v7.0 (GE Healthcare) under Array Analysis section for absolute fluorescence intensity (AFI) measurement. The electronic noise signals (size ,3) were filtered. For each slide, the image from a reference channel (probed by Cy5-conjugated anti-mouse and/or anti-Rat IgG) was used to set a grid that positioned the location of individual spot. Manual adjustment was required occasionally. After the grid was properly positioned, image was switched to the sample channel (probed by AlexFluor555-conjugated streptavidin) and fluorescence readings for each spot were recorded. The raw data was exported into MS-Excel for storage and further analysis using the program further described in Result section).
Microscopy and cell counting
After 6 hours of incubation, with the chamber still at mounted position, the slides were gently washed by 1xPBS and observed by using a Leica DM-IRM inverted microscope. Images of individual spots were obtained by using a SPOT RT camera with SPOTAdvance software (Diagnostic Instruments, Serling Heights, MI). The cell number for individuals spots were counted by using ImageQuant TL software under Colony Counting sector.
Ag-specific CD4 T cell line generation and maintenance CD4 T cell lines specific to Influenza A Hemagglutinin (HA306: PKYVKQNTLKLAT), Neuraminidase (NAp43: GAASYKIF-KIEKGKVTK) and Islet-Specific Glucose-6-Phosphatase Catalytic Subunit-Related Protein (IGRPp31: KWCANPDWI-HIDTTPFAGLV) were generated by cell sorting based on positive tetramer staining of T cells from a day-14 in vitro peptide stimulated T cell culture. The sorted T cells were maintained in regular T cell culture medium and restimulated with 1ug/ml PHA weekly in the presence of 50 Gy irradiated allogenetic PBMCs and 10 IU/ml of IL2. The purity of the Ag-specific T cells was determined by tetramer staining.
In vitro T cell stimulation
CD4 T cells were purified and stimulated with candidate peptides or viral antigens prepare from vaccine for one week and expanded with recombinant IL2 for another week as previously described [12, 21] .
Cytokine production and ELISA
A flat-bottom 96-well plate was coated with a mixture of 10 ug/ ml peptide:DR0401 monomer, 5 ug/ml anti-CD28 and 5 ug/ml anti-CD11a overnight at 4uC. On the next day, the plate was washed once with 1xPBS and seeded with 100610 3 , 50610 3 , 20610 3 and 5610 3 of T cells, respectively. After a brief centrifuge spin to settle down cells, the plate was incubated at 37uC for 6 hours. The concentration of IFNgamma in the supernatant was determined by ELISA using Europium detection system (Perkin Elmer, Waltham, MA).
Statistical analysis
The coefficient of variation for spotting was estimated using Prism software (GraphPad, San Diego, CA). Differences in Agspecific T cell responses between T1D and non-diabetic subjects were evaluated with Mann-Whitney test (provided by Prism software) and Fisher's Exact Test (www.langsrud.com/fisher.htm) as 2-tailed p-values. The Benjamini-Hochberg correction was adapted to calculate p-values with false discovery rate (FDR) adjustment.
